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analysis of insecticidal genes revealed predominance of lepidopteran specific vip3 (43.18%) 33 followed by coleopteran specific vip1 (22.72%) and vip2 (15.90%) genes in the isolates 34 tested. Multi-alignment of the deduced amino acid sequences revealed that vip3 sequences 35 were highly conserved whereas vip1 and vip2 showed adequate differences in amino acid 36 sequences compared to already reported sequences. Screening for toxicity against
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Helicoverpa armigera larvae was performed using partially purified soluble fractions 38 containing Vip3A protein, mortality levels observed ranged between 70% and 96.6% in the 39 isolates. LC50 values of two of the native isolates JK37 and JK88 against H. armigera was 40 found to be at par with that of Bt kurstaki HD1, suggesting that these isolates could be (Table S1 ). Different average Bt index observed in this study was 0.51 (Table 1) . isolates from lake sediments and maize fields respectively (Fig. 4) showed the presence parasporal crystals on SEM analysis (Fig.1) Bravo, A., Sarabia, S., Lopez, L., Ontiveros, H., Abarca, C., Ortiz, A., Ortiz, M., Lina, L.,
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Characterization of cry Genes in a Mexican Bacillus thuringiensis Strain Collection. Appl. Crickmore, N., Baum, J., Bravo, A., Lereclus, D., Narva, K., Sampson, K., Schnepf, E., Sun, Fig. 2 . A phylogenetic tree based on the 16S rDNA gene sequences of isolates belonging to the genus Bacillus, Brevibacterium, Enterobacter, Lysinibacillus, Novosphingobium, Staphylococcus obtained in this study was generated. Neighbor-joining method using MEGA version 6.0 was used for tree construction. The analysis involved 94 nucleotide sequences. Sequences from this study are prefixed with "JK" followed by strain number and GenBank sequence names are prefixed with accession numbers 182x371mm (300 x 300 DPI) A phylogenetic tree based on the 16S rDNA gene sequences of isolates belonging to the genus Bacillus, Brevibacterium, Enterobacter, Lysinibacillus, Novosphingobium, Staphylococcus obtained in this study was generated. Neighbor-joining method using MEGA version 6.0 was used for tree construction. The analysis involved 94 nucleotide sequences. Sequences from this study are prefixed with "JK" followed by strain number and GenBank sequence names are prefixed with accession numbers 182x371mm (300 x 300 DPI) D r a f t 
